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we have determined the crystal structure of YlqF from Thermotoga maritima in complex with GDP, GTP, and a non-hydrolyzable GTP analog. YlqF is a circularly permuted GTPase. It is composed of two domains: an N-terminal G domain and a C-terminal basic alpha-helical bundle domain. The structures of Tm YlqF bound with different ligands reveal a significant difference in the relative orientation of the two domains, when we compare the GDP-bound structure with either the GTP-or GNP-bound structure. Our study thus provides a glimpse of a possible conformational change of YlqF upon GTP hydrolysis. L-Sorbose reductase (SR) from Gluconobacter frateurii is an NADPH-dependent reductase that catalyzes the reduction of L-sorbose to D-sorbitol with a high substrate specificity. To understand the structural bases of substrate specificity and catalytic mechanism of SR, we have determined the first crystal structure of SR in complex with L-sorbose at 2.4-Å resolution. SR adopts the Rossmann fold and belongs to the short-chain dehydrogenase/ reductase family. SR takes a tetrameric assembly in crystal and solution at optimal pH's, pH 6.2 (for the conversion of L-sorbose to D-sorbitol) and pH 9.0 (for the conversion of D-sorbitol to L-sorbose). Although the crystal structure does not contain the co-factor NADPH, the NADPH-binding site can be predicted by comparing the structures of the SDR family members. The bound L-sorbose was located in the active-site pocket near the putative NADPH-binding site and recognized by η1, α5 and α6 helices and loops.
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